Introduction
The whole proteome of B. bacilliformis subsp. ver097 (Assembly GCF_000709795.1) was 1 0 0 retrieved from NCBI Genome database (https://www.ncbi.nlm.nih.gov/genome). lab.org/cdhit_suite/cgi-bin/index.cgi?cmd=cd-hit). The server is programmed to take input as a representative sequences. To eliminate redundant sequences through this program, cutoff score 1 0 7 0.6 of sequence identity was set. Paralogous proteins with more than 60% identity were excluded 1 0 8 from set0. Moreover, proteins <100 amino acids were excluded from set0. The remaining 1 0 9
proteins were listed as set1 as non-paralogous protein sequences. 1 1 0
Identification of Protein Sequences Non-homologous to the Proteome of Human (Set2)
The aim of this step was to avoid functional similarity with human proteome in order to prevent pathways through KEGG server [25] . KEGG is Kyoto Encyclopedia of Genes and Genomes were used. The best score generated by these servers for a location was counted. Final location of host. These proteins of the host are termed as 'anti-targets'. In human, 'anti-targets' include
ether-a-go-go related gene (hGER), P-glycoproteins (P-gp), the pregene X receptor (PXR) and identity were listed as set7. To predict the protective antigens as well as subunit vaccines, novel drug target proteins were Conservancy pattern of the predicted sequences with other classically used strains is essential for
determining the range of drug spectrum among the entire homologous bacterial community. bacilliformis in organism option. Identification of novel drug targets, as well as vaccine candidates against B. bacilliformis subsp. ver097 was the prime concerned target of the study, and here, subtractive genomic analysis of 1 9 7 the entire B. bacilliformis subsp. ver097 proteome was done by using different computational 1 9 8 tools and database. A brief eyesight of the subtractive genomic approach was presented in Table   1 9 9
1.
2 0 0 Proteins found to be involved in common cellular systems emerged as homologous in course of To avoid cross-reactivity with host proteins, all non-paralogous proteins of the pathogen (set1) browser 92. The result revealed that total 394 proteins were found to be homologous with the 2 1 5 human proteins. These proteins were removed while 603 non-homologous proteins were listed in 2 1 6 set2. 
Identification of Paralogous Sequences

Selection of Essential Proteins
The most promising drug targets are essential proteins because most antibacterial compounds are 2 1 9
designed to dock in essential gene products [38] . Screening through DEG 15.2 server, 114 2 2 0 proteins were found to be similar above the parameters. These proteins were selected and listed by essential genes unique to an organism may be considered as species-specific therapeutic 1 pathogen-specific and are provided in Supplementary Table 1 . Proteins involved in these unique 2 3 0 pathways can be selected to as drug targets. Non-homologous essential proteins subjected to BLASTp in KAAS server at KEGG revealed 2 3 2 that 82 proteins among 114 were assigned both KO (KEGG Orthology) and metabolic pathways. proteins were listed in set4-a and are provided in Table 2 . Only Set4-a proteins were used to 2 3 6 identify novel drug targets and vaccine candidates in our study. Among 114 proteins, 27 were found not to be involved in metabolic pathways but were assigned homology test and essentiality test, in future they can be used as drug targets as well as vaccine 2 4 0 candidates. These 27 proteins are provided in Table 3 . Only 5 proteins among 114 listed as set4-2 4 1 b were found not to be assigned KO meaning that they are not involved in any metabolic 2 4 2 pathway of the pathogen and the host. They are provided in Table 4 . It was observed for many proteins which can span multiple localization sites and hence best score for any predicted location for a protein, the final result were selected considering two paralogous protein sequences of the pathogen, this analysis was performed to avoid any kind of bacilliformis strains (Table 8 ). Predicted protein always should be conserved in a wide range of Subtractive genomic approach was successfully used throughout the study, and revealed that one helpful to combat against the infectious diseases caused by Bartonella bacilliformis pathogen 3 1 2 since this protein is involved in pathogen-specific 'flagellar assembly' metabolic pathway. footsteps to the eradication of diseases progession by Bartonella bacilliformis. There is no conflict of interest regarding the publication of this paper Identification of potential targets in Staphylococcus aureus N315 using computer aided proteomes for identification of novel drug candidates. 
Analysis of Metabolic pathway
